Ralstonia solanacearum is a devastating soil borne vascular pathogen that is able to infect a 29 large range of plant species, causing an important threat to agriculture. However, the Ralstonia 30 model is considerably under-explored in comparison to other models involving bacterial plant 31 pathogens, such as Pseudomonas syringae in Arabidopsis. Research targeted to understanding 32 the interaction between Ralstonia and crop plants is essential to develop sustainable solutions 33 to fight against bacterial wilt disease, but is currently hindered by the lack of straightforwardexperimental assays to characterize the different components of the interaction in native host 35 plants. In this scenario, we have developed an easy method to perform genetic analysis of 36
Ralstonia infection of tomato, a natural host of Ralstonia. This method is based on 37
Agrobacterium rhizogenes-mediated transformation of tomato roots, followed by Ralstonia 38 soil-drenching inoculation of the resulting plants, containing transformed roots expressing the 39 construct of interest. The versatility of the root transformation assay allows performing either 40 gene overexpression or gene silencing mediated by RNAi. As a proof of concept, we used this 41 method to show that RNAi-mediated silencing of SlCESA6 of tomato roots conferred resistance 42
to Ralstonia. Here, we describe this method in detail, enabling genetic approaches to 43 understand bacterial wilt disease in a relative short time and with small requirements of 44 equipment and plant growth space. 45
46

INTRODUCTION: 47
Ralstonia solanacearum, the causal agent of bacterial wilt disease, is a devastating soil borne 48 vascular pathogen, which shows a world distribution, and is able to infect a large range of plant 49 species, including potato, tomato, tobacco, banana, pepper and eggplant, among others comparison to other models involving bacterial plant pathogens, such as Pseudomonas syringae 54 or Xhantomonas spp. Additionally, most studies in plant-microbe interactions are focused on 55 the model plant Arabidopsis thaliana. Although research using these models has largely 56 contributed to our understanding of plant-bacteria interactions, they do not address the 57 current necessity to understand these interactions in crop plants. Research in which the population value (or parameter) of a given variable is found. As we show in Figure  215 5.C, the area of 95% CI for control (EV) and SlCESA6-RNAi infection curves estimate a higher 216 chance of resistance when SlCESA6 is silenced. 
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